Key indicators: single-crystal X-ray study; T = 120 K; mean (C-C) = 0.004 Å; R factor = 0.023; wR factor = 0.053; data-to-parameter ratio = 18.5.
In the cation of the title salt, C 8 H 11 N 2 + ÁBr À , the dihedral angle between the planes of the pyridinium ring and the allyl group is 79.4 (3) . In the crystal, N-HÁ Á ÁBr and weak C-HÁ Á ÁBr hydrogen bonds link the cations and anions, forming chains of alternating R 2 1 (7) and R 4 2 (8) rings, which run parallel to the caxis direction. The crystal studied was an inversion twin with components in a 0.753 (12):0.247 (12) ratio.
Related literature
For related structures, see: Seethalakshmi et al. (2006a Seethalakshmi et al. ( ,b,c, 2007 Seethalakshmi et al. ( , 2013 . For the biolgical activity of alkyl-pyridinium salts, see: Sundararaman et al. (2013) ; Ilangovan et al. (2012) . For hydrogen-bond graph-set motifs, see: Bernstein et al. (1995) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å ,  ) . 
Data collection
Data collection: COLLECT (Nonius, 1998 ); cell refinement: DENZO (Otwinowski & Minor, 1997) As part of our studies on pyridinum salts (Seethalakshmi et al., 2006a (Seethalakshmi et al., ,b,c, 2007 (Seethalakshmi et al., , 2013 , we report herein the crystal structure of the title compound, (I). The asymmetric unit of (I) is shown in Fig. 1 . The dihedral angle between the planes of the pyridinium ring and allyl group (C6/C7/C8) is 79.4 (3)°. The corresponding bond lengths and angles of the cation in (I) are comparable with those of related structures reported earlier (Seethalakshmi et al., 2006a (Seethalakshmi et al., ,b,c, 2007 (Seethalakshmi et al., , 2013 ).
In the crystal (Fig. 2 ) the amino group acts as a donor for two different bromide anions (Table 1) . These intermolecular N-H···Br hydrogen bonds link the cations via bromide anions into one-dimensional chains which run parallel to the c axis. In addition, weak intermolecular C-H···Br interactions are observed between C6 (via H6A and H6B) and two bromide anions. The N2-H2A···Br1 i and C6-H6B···Br1 i interactions combine to generate a R 1 2 (7) ring (Bernstein et al., 1995) and two N-H···O hydrogen bonds and two C-H···Br interactions combine to form a R 2 4 (8) ring motif. These two ring motifs are arranged alternately and run parallel to the c axis (Fig. 3) .
Experimental
A solution of 2-aminopyridine (1.175 g, 25 ml) and allyl bromide (1.51 g, 25 ml) in dry acetone (15 ml) was stirred for 44 h at room temperature (303 K). The solid that separated was filtered, washed with dry acetone and dried in vacuum to give the stable salt, which was recrystallized from an aqueous ethanol (80% v/v) solution (m.p. 419-421 K, yield 63%).
Refinement
The positions of amino H atoms were determined from a difference Fourier map and refined freely along with their isotropic displacement parameters. In the final round of refinement, the N-H bond lengths of amino group were restrained to 0.86 (2) Å. The remaining H atoms were placed in geometrically idealized positions (C-H = 0.95-0.99 Å), with U iso (H) = 1.2U eq (C) and were constrained to ride on their parent atoms. The crystal used is an inversion twin with components in the ratio 0.753 (12):0.247 (12)
Computing details
Data collection: COLLECT (Nonius, 1998 ); cell refinement: DENZO (Otwinowski & Minor, 1997) ; data reduction: DENZO (Otwinowski & Minor, 1997 ); program(s) used to solve structure: SIR92 (Altomare et al., 1994); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

